ABSTRACT Coding-complete sequences of two barley virus G isolates from Australia were obtained from a 34-year-old oat sample (isolate Aus8) and a 1-year-old barley sample (isolate Aus17N). The Aus8 and Aus17N isolates share 96.3% nucleotide identity with each other and 95.7 to 95.8% nucleotide identity with the South Korean isolate Uiseong.
The GC content of both Aus17N and Aus8 was 50%. Open reading frames were predicted and annotated using Geneious, as previously described (10) .
Sequence alignment showed that the Aus17N and Aus8 sequences shared 96.3% nucleotide (nt) identity with each other, and a BLASTN search (15) of the NCBI nucleotide (nr/nt) collection revealed that Aus17N and Aus8 resembled the South Korean BVG isolate Uiseong (GenBank accession number LC259081) at 95.8% and 95.7% nt identity, respectively. However, despite the 34-year-old isolate (Aus8) testing positive for MYDV-RMV by RT-PCR, Aus17N and Aus8 shared only 78.3% and 78.1% nt identity with the closest matching MYDV-RMV isolate (GenBank accession number MH205607), and no contigs obtained from either sample matched MYDV-RMV more closely than BVG.
These are the first coding-complete sequences of BVG from Australia. Additionally, the coding-complete sequence from sample Aus8 is the oldest reported BVG sequence to date, indicating that although BVG was first reported in 2016, it has been present in Australia much longer. The BVG genome information obtained will be used to improve its detection and differentiation from closely related viruses such as MYDV-RMV in cereal crops using molecular methods in the future.
Data availability. The sequences of the two Australian BVG isolates described here were deposited in DDBJ/EMBL/GenBank under accession numbers LC500835 and LC500836. The raw sequence data were deposited in the SRA under BioProject number PRJNA575278 and under BioSample numbers SRX6941552 and SRX6941553.
